Since its first description in 1976 (6) , ,B-lactamase-producing Haemophilus parainfluenzae has been isolated more frequently from the respiratory tract than P-lactamaseproducing Haemophilus influenzae (16) . This high frequency of recovery stimulated the interest of investigators (4, 17) to define the basis of resistance in this species. Usually considered a component of the normal flora of the upper respiratory tract, H. parainfluenzae is less commonly encountered as a urogenital commensal but has nevertheless been considered to be a causative agent of urethritis in humans (3, 5, 19) . Rarely, P-lactamase-producing H. parainfluenzae has been isolated from genital specimens (19, 20 harbored Haemophilus spp. in the anogenital area, and three strains, 11, 259, and 361, were found, by hydrolysis of the chromogenic cephalosporin nitrocefin (Oxoid Ltd., Basingstoke, England), to produce P-lactamase. The three strains required V factor for growth and were identified as biotype II H. parainfluenzae by the methods of Kilian (7, 8) .
Molecular characterization. The plasmid content of the three P-lactamase-producing H. parainfluenzae strains was analyzed by the alkaline lysis method (1). All 3-lactamaseproducing strains harbored a plasmid (pLQ920) of 3.7 megadaltons (MDa), along with smaller plasmids of molecular sizes between 0.75 and 2.2 MDa. The presence of cryptic plasmids of less than 2.0 MDa was previously observed in H. parainfluenzae (2, 11, 17, 20) . Plasmid DNA purification by cesium chloride-ethidium bromide gradients (10) yielded the same patterns of bands (Fig. 1) . The purified plasmid DNA was used to transform Escherichia coli HB101 (10) . All ampicillin-resistant clones harbored the pLQ920 plasmid with or without the smaller plasmid bands (results not shlown), indicating that the ,-lactamase was encoded by plasmid pLQ920. The plasmid DNA of one of these transformants was compared with pLQ920 from strains 11 and 361 isolated by electroelution (10); after digestion with restriction enzymes HaelII, RsaI, AccI, and AluI, all * Corresponding author.
showed identical digestion patterns. pLQ920 was also compared with p88557, a 3.2-MDa plasmid isolated from an "African-type" penicillinase-producing Neisseria gonorrhoeae strain (12) a pl of 5.4 characteristic of TEM-1 (data not shown). The ,-lactamase production was further characterized with a series of DNA molecular probes. Three radiolabeled probes, a 656-base-pair Hinfl-TaqI restriction fragment known to be specific for the TEM family and two oligonucleotides, TEM-1, specific for the TEM-1 P-lactamase gene, and OIR1, corresponding to the 5' first 15 nucleotides of each inverted repeat of Tn3, were used as described elsewhere (14a). In colony hybridization experiments, the three probes hybridized only with the P-lactamase-producing strains and the positive controls, showing that the 1-lactamases of the three clinical isolates were of the TEM-1 type (results not shown).
Hybridization with the OIR1 probe showed that all Plactamase-producing H. parainfluenzae strains had sequences in common with the inverted repeats of Tn3. A Southern transfer of an H. parainfluenzae DNA preparation was hybridized with the Hinfl-TaqI fragment probe nick translated with biotinylated dUTP (Bethesda Research Laboratories, Inc., Gaithersburg, Md.). Colorimetric development as recommended by the supplier (Bethesda Research Laboratories) revealed pLQ920 and its dimer but neither the chromosomal DNA nor other plasmids of the strains (Fig. 2) . This demonstrated unambiguously that plasmid pLQ920 encodes the P-lactamase gene.
Discussion. Several reports describe the presence of Haemophilus spp. other than H. influenzae in the anogenital area (2, 13, 19). To our knowledge, only two other investigators have described the presence of P-lactamase-producing H. parainfluenzae in the genital tract (19, 20) . In one report (20) , two biotype II H. parainfluenzae strains had two plasmid species of 3.3 and 2.0 MDa. The cleavage pattern of the 3.3-MDa plasmids was identical to that of the African-type plasmid of penicillinase-producing N. gonorrhoeae. The transfer of these penicillinase-producing plasmids by conjugation was unsuccessful. We have shown that the penicillinase-producing plasmid pLQ920 can be transformed into E. coli HB101. The identity of pLQ920 and p88557, as determined by restriction enzyme digestion, suggests that only 40% of TnA sequences is present in pLQ920 and that the hybridization with the OIR1 probe is due to the remaining right inverted repeat of Tn3 (12) . The OIR1 probe hybridized also with p88557 (data not shown). 
